LVB: parsimony and simulated annealing in the search for phylogenetic trees.
The program LVB seeks parsimonious phylogenies from nucleotide alignments, using the simulated annealing heuristic. LVB runs fast and gives high quality results. The software is available at http://www.rubic.reading.ac.uk/lvb/ SUPPLEMENTARY INFORMATION may be downloaded from http://www.rubic.reading.ac.uk/~daniel/